. Determination of whether the change from baseline for a metabolite class (glutathione pathway, methylation, and microbial postbiotics) differed across the study groups was performed by multivariate analysis of variance (MANOVA) using the Identity Function, which fits a model for each metabolite individually and then jointly tests the models together. Shown Table S2 . The Sparse Partial Least Squares Analysis (SPLS) indicated that there were differences between the groups' changes from baseline, with a greater separation between control and both FF1 and FF2 than between FF1 and FF2. Component 1 of the SPLS loadings segregated control from FF1, whereas component 2 segregated control and FF1 from FF2. Revealingly, SPLS component 1 contained metabolites associated with glutathione metabolism, methylation capacity, and microbial postbiotic production. Table S3 . Random Forest analysis provided discrimination between the dietary groups with an overall out of bounds class error of 4.6%, where 14/15 cats were correctly assigned to the control group with one cat misclassified as belonging to the FF1 group (class error 6.7%), 14/15 cats were correctly assigned to the FF1 group with one misclassified into the FF2 group (class error 6.7%), and all cats (14/14) correctly classified in the FF2 group Metabolites associated with methylation capacity and microbial postbiotic production were featured, although glutathione metabolism was not featured as prominently. 
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